A B C D E F Figure S1 . Appearance of colored blooms and microbial mats studied. A, hot spring H1 (red); B, mud flat Y1 (pink); C, tide pool J2 (red-brown), D, tide pool J3 (yellow-green); E, wastewater ditch D1 (red); F, sewage ditch D3 (pink). For H1 and D3, the dual blooms/mats of cyanobacteria and purple bacteria are shown by arrows c and p, respectively. Figure S4 . Relationship between pufM gene copy numbers and viable counts of PNSB + PSB in colored blooms and mats investigated. A deduced regression equation and the correlation coefficient are given in the plot. The correlation is significant at p < 0.001. Figure S5 . Maximum-likelihood phylogenetic tree of the pufM gene clones detected and their closest relatives. The clones of Gammaproteobacteria, Gemmatimonadetes, Alphaproteobacteria, Betaproteobacteria, and an unassigned phylogenetic group are shown by brown, green, blue, purple, and light blue letters, respectively. The database accession numbers for the sequences incorporated are shown in parentheses behind clone and organism names. Chloroflexus aggregans DSM 9485 T was used as an outgroup to root the tree. Scale bar = 0.1 substitution per position..
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Thiolamprovum pedioforme strain DSM 3802 T 
Clone D3_p01 Table S2 . Similarity levels of 16S rRNA gene and whole genome sequences between Rhodovulum sp. strain MB263 (accession CP020384.1) and authentic strains of established Rhodovulum species.
* No information available. † Not tested. Table S1 . PCR primers used for specific gene amplification in this study.
* The reference numbers correspond to those appearing in the Reference list in the article.
